the mean and variance of quantitative traits of Mendelian populations. In this paper a simple derivation of these population parameters in the case of complete additivity of gene effects is presented, and a finer resolution of the effects of subdivision and inbreeding on variances is given.
In a population subdivided into isolates, the genotypic structure of the population depends also on the covariances between inbreeding levels and gene frequencies (Barrai, 1971; see also Nei, 1965) so that the array describing the relation between genotype frequencies and a completely additive gene effect might be as in table 1. The mean X in the whole population is independent of subdivision and of the local mating system; it is X = 2p.
The variance a of the metric trait X in the population is:
In a random mating population, with no subdivisions and no local inbreeding, the variance is:
= 2.
It is now convenient to define
and FNM = so that the variance formulation becomes, pq
It should be noted that the variance is also influenced by the covariances between inbreeding in local isolates (say, in individual plots or strains in controlled breeding experiments) and the gene and genotype frequencies. If random mating is practised within isolates, plots or strains, so that F tend to zero in each, subdivision is the main factor which affects variance:
ANALYSIS OF VARIANCE
It may be useful to present a model for the analysis of variance within and between means under local inbreeding and subdivision, as given also by Wright (1969) , taking however into consideration variable inbreeding within isolates.
It is convenient to compute first the variance between means as given by Li (1955) 
SUMMARY
A simple derivation of the variance of completely additive metric traits under subdivision and inbreeding is proposed. The effect of population structure on variances is examined as function of four different components of the inbreeding levels.
